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Figure S3. GO and KEGG enrichment analysis of selected gene clusters after trend clustering in the NT group

(A, B) and HT group (C, D). (A, C) GO functional enrichment analysis. The y-axis represents GO terms. The upper

x-axis indicates -log10(ratio), with its value represented by the position of the orange dots. The lower x-axis indicates

-log10(padj), with bar color intensity reflecting enrichment significance, where darker colors denote higher

significance. (B, D) KEGG pathway enrichment analysis. The color intensity of the dots represents -log10(padj),

with darker colors indicating higher enrichment significance.



